Generalist species with numerous food web interactions are thought to provide stability to 19 ecosystem dynamics however it is not always clear whether habitat generality translates into 20 
In response to resource limitations, species may compete for resources or alter the prey 54 they choose. Over many generations, resource limitation may drive the evolution of 55 morphological or behavioural specialization and adaptive radiations and sympatric species are 56 thought to evolve and co-exist through partitioning available resources and niche specialization 57 differentiation (Ricklefs 2007). Alternatively, competition for resources may result in increasing 58 foraged in the area in the apparent absence of other bat species and fresh guano (faeces) 149 accumulated each night. Given this, We we concluded that we were sampling faeces left by 150 night-roosting bats rather than a permanent colony. If the bats whose diets we documented fed 151 locally, we predicted that the diet would vary reflecting local availability of prey. 152
We tested three hypotheses about the diet of this species. First, we tested the hypothesis 153 that resident big brown bats exhibit seasonal variation in their diet reflecting a preference for 154 local feeding, tracking generally established fluctuations in prey abundance. Second, we tested 155 the hypothesis that variation in diet between years is minimal so that overall dietary diversity and 156 seasonal variation in diet are stable across years. Finally, we tested the prediction that E fuscus 157 isbig brow bats are beetle specialists by estimating the relative importance of prey groups in the 158 diet of this species over two years of monitoring. We also compared ordinal level analysis of 159 prey (as traditionally conducted during morphological dietary analysis) with analysis at the 160 species level made possible using molecular methods. 161
162

Materials and Methods 163
Sample collection, DNA Extraction, Amplification and Sequencing 164
We placed collection sheets under the colony for weeklong periods between May and 165 at -20°C prior to analysis for a total of 25 weeks of monitoring (15 weeks of continuous 167 monitoring in 2008 and 10 weeks in 2011 reflecting differential colony establishment times in 168 the two years, we observed no variation in sequencing success due to length of storage). 169
For each weekly sample we selected a minimum of 30 faecal pellets and homogenized 170 them as a single unit to ensure they were well mixed -hereafter we refer to these homogenized 171 pellets as a "sample". From each sample we extracted DNA using the QIAmp DNA Stool Mini 172
Kit (Qiagen, Valencia, CAUK) according to manufacturers instructions with the modifications 173 suggested by Zeale et al. (2011) . In addition we made the following protocol additions; 1) to 174 encompass community diet in each sample, rather than the diet of a single individual bat, we 175 used many (at least 30) faecal pellets rather than just one giving a volume of 1-1.5ml of starting 176 material and 2) we extended the first centrifuge step (Zeale step 4) to 3 minutes to aid in 177 pelleting the particulate material produced by this large volume. We stored the extracted DNA at 178 -20°C prior to PCR amplification. 179
We tested all DNA extractions using unmodified primers ZBJ-ARTF1c and ZBJ-ArtR2c 180 from Zeale et al. (2011) to confirm extraction success. We then amplified each sample using 181 fusion primers (Figure 1) all PCR products on a 1.5% agarose gel. We quantified the PCR products by measuring the 197 relative luminescence of 1ul of PCR product on a 1.5% agarose gel stained with ethidium 198 bromide (validated using Qubit low sensitivity dsDNA BR Assay Kit on a Qubit Flurometer, 199
Invitrogen Life Technologies)). We pooled equal molar quantities of each PCR product and then 200 size selected and purified these using a QIAquick Gel Extraction kit (Qiagen, UK). We 201 quantified the final mixed PCR product using a Qubit dsDNA BR Assay Kit (low sensitivity) 202 We compared these representatives to the reference database in BOLD (www. 222 barcodinglife.org) and extracted identifications based on four criteria modified from (Razgour et 223 al. 2011). Confidence 1a = match to one species or several species in a genus (100% sequence 224 similarity) most conservative taxonomy kept; confidence 1b = good match (>98% sequence 225 similarity) but could belong to a congener if the database is updated with something with a 226 higher sequence match; confidence 2 = match to more than one species (>98.5%) only one of 227 which is known to be present in sampling range (that taxonomy kept) and confidence 3 = close 228 match (as above) to several species from different genera, or to reference sequence which itself 229 lacks a full taxonomic record. In these cases, the most conservative taxonomy (normally family) 230 was kept (Note: this is not the same as an identification to higher level taxonomy, but an 231 acknowledgement of a match meeting the criteria of 1b but retaining an ambiguity in the proper 232 assignment due to either multiple similar matches or incomplete data in the reference collection). 233
In addition, we estimated the identity of all prey (including unidentified MOTU) using the 234 prey at the species level. As such, it is an effect of insect phenology, rather than predator choice. 355
Interestingly, records for a wider geographic area show peaks for these same insect species often 356 extend into late fall (Yanega 1996) in other areas thus the affect may be local to this part of the 357 bats' and beetles' range. An additional contributing factor to this pattern is the emergence of 358 juvenile bats that may be less discriminatory in their prey choice. Their appearance co-insides 359 with this drop in insect richness and abundance and both factors may cause an increase in dietary 360
richness. 361
In addition to the importance of Coleoptera in the diet, Diptera, Lepidoptera, and 362 in importance over time, Lepidoptera and Ephemeroptera were consistent components of the 364 bats' diet across years. As such, they may be an underappreciated stable resource supporting the 365 population while other insect groups fluctuate in importance. 366
Several One important data considerations need to be taken into account. First, is that 367 within a sample, prey are were measured simply by their presence (quantification is not 368 possible). We used larger pools of guano to maximize potential biodiversity by increasing the 369 number of contributing predators. However, a rare item and a common item would both be 370
recorded as "present" in that sample. A large sample size may control for the potential for 371 overrepresentation of rare prey (or underrepresentation of common prey) in any one sample, 372 though it is not a correction that can be empirically assessed. Another consideration is that 373 Lepidoptera dominates the reference collection, as this has been a major campaign of the various 374 DNA barcode consortia. As such, there is likely an identification bias towards Lepidoptera which 375 must be considered, though our estimates based on MEGAN (Figure 6 ) did not vary greatly 376 suggesting this is not a significant factor. Finally, we have no basis to conclude whether the bats 377 have consumed prey groups (e.g. moths) in accordance with abundance, however the authors 378 have evaluated the diet of 5 sympatric species of bat (manuscript published and in preparation) 379 and none has revealed beetles as such a strong dietary component, thus we suggest this is a true 380 preference for this predator on this prey rather than a case of encountering more in the 381 environment. 382
383
Temporal variation in diet 384
Increases in dietary diversity as the summer progressed, suggests a relationship between 385 diet and known changes in species richness in prey availability. Seasonal limitations in prey 386 cause shifts to more generalist behaviour in several groups. For example, spiders are normally 387 unselective in their choice of prey because they are in a state of suboptimal nutrition and cannot 388 afford to be selective, however, when prey are in excess, they become more selective 
